Figure S2. Sequence alignments of BHP with α-MPP and the C-terminal domains of IDE and PreP
The blue background indicates degree of conservation. Residues involved in the peptidasome active site are in red. The glycine-rich loops of BHP and MPP are in yellow. β-strands and α-helices of BHP are labeled as in Figure 2 . The "hinge" helix is shown as a solid. UniProt accession numbers for α-MPP, IDE, and PreP are P11914, P14735, and Q9LJL3, respectively. Figure 5a , but rotated 90° about a horizontal axis to show how the short glycine-rich loop (orange) inserted between helices α9 and α10 packs against α12 in both conformations, despite the large rigid-body rotation of the rest of the subunit (seen most easily here in the movements of α9 and α14, the latter marked by a red arrow). Results were fit to an experimental rate equation, as described in Experimental Procedures, that allows for two substrate binding sites, one being inhibitory (solid line). The following kinetic parameters were obtained: k cat = 0.16±0.03 s -1 , K M = 5.0±1.4 µM, k cat /K M = 32,000 M -1 s -1 , K I = 20.6±6.4 µM. These results are compared with the hypothetical rate of catalysis (dashed line) when the second substrate binding site is removed from the rate equation and assuming the same Vmax and K M .
